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RESULT 5 

AX127151/C 

LOCUS AX127151 

DEFLNLTLON Sequence 7067 from 

N AX127151 AX114121 
VERSION AX127151.1 GI:140 

KE v W0RDS 

SOURCE Corynebaoterium gli 

ORGAN L _um gli 



PAT ll-MAY-2001 



Nakaqawa,S., Mizoquehi, H . , Ando,S., Hayast 
Yokoi,H., Tateishi,N., Senoh,A., Ikeda,M. 

Novel polynucleotides 

Patent: EP 1108790-A 7067 20-JUN-2001; 
KYOWA HAKKO KOGYO CO., LTD. (JP) 

Location/Qualifiers 
: 1. .349980 

/organism="Corynebacterium glut ami cum" 

/mol_type="genomic DNA" 

/db_xref="taxon:1718" 

/note="Seg 1 to long (3.309.400) split 
2.400.001 2.749.980" 



id 3zaki,A. 



95.4%; Score 2004.4; DB 2; Length 349980; 
97.6%; Pred. No. ' 
itive 0; Mismatches 41; Indels 



seq 7067 

2.400.001 2.749.980" 

ORIGIN 

Query Match 
Best Local Similarit 
Matches 2059; Conse 

Qy 1 CACAAAATCCGGCGAATCCACCGAAATCGTCTTCATCTTTGGCTTGATCAAATGCCTCAT 6 0 

Db 228498 CACAAAATCCGGCGAATCCACCGAAATCGTCTTCATCTTTGGCTTGATCAAATGCCTCAT 228439 

Qy 61 TCGGCCCGGCTGCACCGTCACGCTTCGAGAAATAGAAATAGCGCTTGTCGACGCCACCC- 119 

Db 228438 TCGGCCCGGCTGCACCGTCACGCTTCGAGAAATTGAAATAGCGCTTGTCGACGCCACCCT 228379 

Qy 120 CACTCTCAACGGCAGCCGCCAGCGCGTGGCATCAGCCCAGGATTTATTAGGA 171 

Db 22 83 78 CAACGGCAGCCGCCAGCGAGCCTGTGCCAGCGCGTGGCATCAGCCCAGGATTTATTAGGA 22 8319 

Qy 172 CCGGCGATATAGGTAATGGAGTGGCACCCCTGATCCACCAAATGCACCACAGCCTTCGCC 231 

Db 228318 CCGGCGATATAGGTAATGGAGCGGCACCCCTGATCCACCAAATGCACCACAGCCTTCGGC 228259 

Qy 232 GTACCGTCGTAGTTATCCACCATCACGCTGGGAATACCTTGCACTTCACGGCTCATTAAT 291 

Db 228258 GCACCGTCGTAGTTATCCACCATCACGCTGGGAATACCTTGCACTTCACGGCTCATTAAT 228199 

Qy 2 92 ACAGTGGGAATTTCCCGCGCGACTTTGTGGATCTCACCAGAATCCATCCTTGAAGCAGCG 351 

:cttgaagcagcg 228139 
;gacttaatcgcc 411 



22 819 8 ACAGTGGGAATTTCCCGCGCGACTTTGTGGATCTCACCAGAATCCATi 
352 AGCAATAAGCCATCGGCGTGGGGGACGATCTTGTCCAGCACCTCCCTI 
22 813 8 AGCAATAAGCCATCGGCGTGGGGGACGATCTTGTCCAGCACCTCCC 



412 GACTCCCGGGCGTCGACAAGCGCAACCGTATAGCCCTGAGIGCIIGCGGCAIGCTGCGCG 4 71 

22 8 0 78 GACTCCCGGGCGTCGACAAGCGCAACCGTATAGCCCTGAGTG GCG 228019 

472 CCCTGGAAAATTTCCAAGAAGAAGGGATTCGATGCATCGGTGGCAACCATAGCGATGATA 531 

22 8 018 CCCCGGAAAATTTCCAAGAAGAAGGGATTCGACGCATCGGCGG I AA I I ATAG I GATGAGG 22 7 95 9 

532 CCGGTGTTTTGGCGCTGAAAAGCCTGAGTTTCCACACGCGTTGCGGATTTTCTCCGCAGT 591 

22 795 8 CCGGTGTTTTGGCGCTGAAAAGCCTGAGTTTCCACACGCGTTGCGGATTTTCTCCGCAGT 22 78 9 9 

5 5 2 GGAAAAACTCACTCGCCCAGGCTGCGAAAACGCCCGCGACACAGTGGAAGGGGAGACGCC 651 



V ' ' '/'/'' 



Db 22 7f < - A TCGCCCAGGCTGCGAAAACGCCCGCGACACAI-I :-:-:-:-.-.I-ACGCC 22 783 9 

Qy 652 AGCGACTTTIGCGACATCATAAATGGTGGCTTTTGAGTCGCTGTG-GCCCCAGAAICIGI 710 

Db 227838 AGCGACTTTTGCGACATCATAAATGGTGGCTTTTGAGTCGCTGTGAGCCCCAGAATCTGT 227779 

Qy 711 CATGCACAAGAGTATATAGCGCAAAAGAAATCACTAGTCTTGATTCTATGTTGACGATGC 7 70 

Db 227778 CATGCACAAGAGTATATAGCGCAAAAGAAATCACTAGTCTTGATTCTATGTTGACGATGC 227719 

Qy 771 CGATACCCGAGTACCTGCACGAAATTTTAGATGATGTCCGCGACACCACCTCCGGCGAGT 830 

Db 22 7718 CGATACCCGAGTACCTGCACGAAATTTTAGATGATGTCCGCGACACCACC1CCGGCGAGI 22 765 9 

Qy 831 IGG GATTA AT GGAA IAAAAIGIG""GA""CA-J,CGGGGTGGCAGTAGCCCTGT 890 

Db 227i 1 y.ATCCCGGAACTAAAATCTGCGGACCCAAACCCGCTGGCAGTAGCCCTGT 227599 

Qy 891 GCACCGTTAACGGACACATCTACAGCGCAGGCGATGACGACATCGAATTCACCATGCAAA 950 

Db 227598 GCACCGTTAACGGACACATCTACAGCGCAGGCGATGACGACATCGAATTCACCATGCAAA 227539 

Qy 951 GTATTTCCAAGCCCTTTGCCTACGCACTCGCACTCCAAGAATGCGGCTTTGATGAGGTCT 1010 

Db 227538 GTATTTCCAAGCCATTTGCCTACGCACTCGCACTCCAAGAATGCGGCTTTGATGAGGTCT 227479 

Qy 1011 CTGCATCCGTGGCCTTGGAACCCTCCGGTGAGGCCTTCAACGAACTTTCCCTCGACGGCG 1070 

Db 22 74 78 CTGCATCCGTGGCCTTGGAGCCCTCCGGTGAGGCCTTCAACGAACTTTCCCTCGACGGCG 22 7419 

Qy 1071 AAAACCGCCCCATGAACCCCATGATCAACGCCGGCGCGATCGCCATCAACCAGCTGATCA 1130 

Db 227418 AAAACCGCCCCATGAACCCCATGATCAACGCCGGCGCGATCGCCATCAACCAGCTGATCA 227359 

Qy 1131 ACGGCTCCGACTCCACCGTGGAAGACCGAGTGGAAAAAATCCGACACTACTTCTCTGAAC 1190 

Db 227358 ACGGCTCCGATTCCACCGTGGAAGACCGCGTGGAAAAAATCCGACACTACTTCTCTGAAC 227299 

Qy 1191 TTGCTGGACGCGAACTCACCATCGACCGCGTGCTTGCCGAATCCGAACTCGCCGGCGCCG 1250 

Db 227298 TTGCTGGACGCGAACTCACCATCGACCGCGTGCTTGCCGAATCCGAACTCGCCGGCGCCG 227239 

Qy 1251 ACCGCAACCTCTCCATCGCCCACATGCTGCGCAACTATGGCGTCATCGAAGACGAAGCCC 1310 

Db 22 7238 ACCGCAACCTCTCCATCGCCCACATGCTGCGCAATTACGGCGTCATCGAAGACGAAGCCC 22 7179 

Qy 1311 ACGACGCCGTCCTCAGCTACACGCTGCAATGTGCCATCAAAGTAACCACGCGCGACCTCG 13 70 

Db 22 7178 ACGACGCCGTCCTCAGCTACACGCTGCAATGCGCCATCAAAGTAACCACGCGCGACCTCG 22 7119 

Qy 1371 C AG T C A T G AC C G C C A ZQZZZ G ZZ G ZZ G G Z G G Z A Z G Z A Z C Z AA T T A C C G G C AA G AA G C T T C 1430 

Db 227118 CAGTCATGACCGCCACGCTCGCCGCCGGCGGCACACACCCAA: GTTC 227059 

Qy 1431 TCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAGCAGGCATGTACGACG 1490 

Db 22 7 0 5 8 TCGACGCCCGCGTCTGCCGCCTCACCCTCTCCGTCATGGCTTCAG I'AGG I'ATGTACGACG 226 9 9 9 

Qy 1491 AGGCAGGGCAGTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGCGGAC 155 0 

Db 2 2 6 -a ^ ~ A 1 1 .A 1 1 1 ^GTGGCTCTCCACCGTAGGCATCCCCGCGAAATCAGGAGTCGCCGGCGGAC 226 93 9 

Qy 1551 TCATCGGCATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAACCCCA 1610 

Db 226938 TCATCGGGATTCTGCCAGGTCAGCTGGGCATCGCCACATTTTCCCCACGCCTGAACCCCA 226879 

Qy 1611 AAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGCCTCC 16 70 

Db 226878 AAGGCAACAGCGTGCGCGGCGTAAAAATATTCAAACAGCTTTCCGACGACATGGGCCTCC 226819 



1671 
226818 

1731 
226758 



1851 
226638 

1911 
226578 

1971 
226518 

2031 
226458 

2091 
226398 



ACCTTATGTCCACCGAGCAGGTATCCGGCCACGCAGTACGATCCATTACGCGGGACGGCG 
ACCTCATGTCCACCGAGCAGGTATCCGGCCACGCAGTACGATCCATCACGCGGGACGGCG 

acaciaccttcatccaaatgcagggcgccatgaacttctcagccagcgaaagcttcctcc 

acac :ac :tt ;atccaaatgcagggcgccatgaacttctccgccagcgaaagcttcctcc 

acgccatcgtggaacacaactttgaaggcaccgaagttgttcttgatctcacccgagtac 

acgccatcgtggaacacaactttgaaggcaccgaagttgttcttgatctcaccc' a( 

ttagcttccaccccgtagccatccgcatgatcaaagaaggcctcaaacgcatccgcgacg 

ttagcttccaccccgtagccatccgcatgatcaaagaaggcctcaaacgcatccgcgacg 

caggctttgaggtgttcatcctcgacccagatgacgtactgcccgatttcatgttttccg 

CAGGCTTTGAGGTGTTCATCCTCGACCCAGATGACGTACTGCCCGATTTCATGTTTTCCG 

A 1 :gg- :a ■ "At :i 3':AAAGAACGAGTGTGACCGGTAGCTTTATGGTCTGAACAATTCGAAG 

ACGGCACCATCTGCAAAGAACGAGTGTGACCGGTAGCTTTATGGGCTGAACAATTCTAAG 

GAGATTAATCGGTGAAAAAGAAGCTTATGTTGCCTTTGATTGTTGCAGCTTTGGGATTAA 

GAGAATTATCCGTGAAAAAGAAGCTTATGTTGCCTTTGATTGTTGCAGCTTTGGGGTTAA 

GTGCCTGCAG 2100 

GTGCCTGCAG 226389 



1850 

226639 

1910 

2265 79 

1970 

226519 

2030 

226459 

2090 

226399 



